Computational genetics: finding protein function by nonhomology methods.
During the past year, computational methods have been developed that use the rapidly accumulating genomic data to discover protein function. The methods rely on properties shared by functionally related proteins other than sequence or structural similarity. Instead, these 'nonhomology' methods analyze patterns such as domain fusion, conserved gene position and gene co-inheritance and coexpression to identify protein-protein relationships. The methods can identify functions for proteins that are without characterized homologs and have been applied to genome-wide predictions of protein function.